evolution determined using the Akaike information criterion (AIC) with jModelTest2 (Guindon and Gascuel 2003; Darriba et al. 2012) . Rates were optimized separately for each data partition. The ML heuristic search employed 10 replicate random-sequence stepwise additions for starting trees and tree bisection and reconnection branch swapping. To estimate support for nodes in the ML trees, 100 bootstraps of sequence data were generated, preserving partitioning structure using RAxML 7.03 (Stamatakis 2006) . We estimated BI relationships using MrBayes 3.2.1 (Ronquist et al. 2012) , with the optimal maximum-likelihood model of sequence evolution determined as above for each of the eight data partitions. We performed partitioned mixed-model Bayesian analyses, where each data partition was assigned its own evolutionary model, with model parameter values being unlinked among partitions assigned the same molecular evolutionary model. MrBayes 3.2.1 was run for 5,000,000 generations, sampling trees every 100 generations, with the lower 25% of trees discarded as burn-in (after checking that stationarity was reached) for computation of a 50% majority-rule consensus tree. We calculated support values for inferred clades using Bayesian posterior probabilities.
Phylogenetic analysis revealed strong support for three, reciprocally monophyletic species of Gambusia in the Bahamas (Fig. S1 ). While all three clades are well supported, interrelationships among the three species are not totally clear; although, current results suggest a sister relationship between G. hubbsi and G. manni. To provide rough estimates of divergence times between Bahamian Gambusia species, the 95% CI of divergence time estimates of Hrbek et al. (2007) for a node within the genus Gambusia were used to construct a molecular clock for the regions of ND2 and cyt b examined here (the only overlapping gene regions between the two studies) (see Langerhans et al. 2012) . Based on these molecular clock estimates, G. sp. diverged from the clade of G. hubbsi and G. manni approximately 1.68-4.83 million years ago, while G. hubbsi and G. manni diverged from one another approximately 1.30-2.36 million years ago. All six islands examined in this study (see main text) were represented in this phylogenetic analysis. We use the species designations indicated here throughout the study. Swofford, D. L. 2003. PAUP*: phylogenetic analysis using parsimony (*and other methods).
Sinauer Associates, Sunderland, MA.
Table S1
Population sources for molecular data in the examination of genetic distinctiveness of Bahamian Gambusia species. Table S4 Summary of results for separate general linear models testing for differences in environmental factors between fragmentation regimes of Bahamian tidal creeks. Models included five terms (fragmentation status, species, island nested within species, fragmentation status × species, and fragmentation status × island nested within species). We present here only results for the effect of fragmentation regime, as we were specifically interested in whether these ecological variables exhibited consistent differences between fragmented and unfragmented tidal creeks. Fig. S1 Bayesian inference phylogeny using concatenated gene sequences. Numbers above and below branches indicate Bayesian inference posterior probabilities and maximum likelihood bootstrap percentages for each node, respectively. The geographical locality of each sample is given in parentheses. The well-supported nodes for the three Bahamian Gambusia species are denoted with red circles.
Source

Fig. S2
Lateral photograph of a male Gambusia hubbsi with measurements of standard length and gonopodium surface area illustrated. Fig. S3 Lateral photograph of a G. manni gonopodial distal tip illustrating the 44 homologous landmarks used for geometric morphometric analysis. Textual descriptions of landmarks provided in Table S3 of Heinen-Kay and Langerhans (2013; note that landmarks 38-44 in this study correspond to landmarks 41-47 in the previous study).
